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SEQUENCE LISTING 

<110> Delta Biotechnology Limited 
<120> Interleukin^ll fusion protein 



<130> DELF P29719EP 



<140> 
10 <141> 



03027770.1 
13/12/03 



<160> 20 

15 <170> SeqWin99 

<210> 1 

<211> 48 

<212> DNA 

20 <213> Artificial Sequence 

<220> 

<223> Oligonucleotide Linker VC053 



25 <400> 1 

gatctttgga taagagagac gctcacaagt ccgaagtcgc tcaccggt 



48 



30 



35 



<210> 
<211> 
<212> 
<213> 

<220> 
<223> 



2 

50 
DNA 

Artificial Sequence 



Oligonucleotide Linker VC054 



<400> 2 

ccttgaaccg gtgagcgact tcggacttgt gagcgtctct cttatccaaa 



50 



40 



45 



<210> 
<211> 
<212> 
<213> 

<220> 
<223> 



3 

48 
DNA 

Artificial Sequence 



Oligonucleotide Linker VC055 



50 



55 



<400> 3 

gatctttgga taagagagac gctcacaagt ccgaagtcgc tcatcgat 



48 



<210> 
<211> 
<212> 
<213> 

<220> 
<223> 



4 

50 
DNA 

Artificial Sequence 



Oligonucleotide Linker VC056 



60 



<400> 4 

ccttgaatcg atgagcgact tcggacttgt gagcgtctct cttatccaaa 
<210> 5 



50 
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<211> 86 
<212> DNA 

<213> Artificial Sequence 
5 <220> 

<223> Oligonucleotide Linker VC057 
<400> 5 

tcaaggacct aggtgaggaa aacttcaagg ctttggtctt gatcgctttc gctcaatact 60 
10 tgcaacaatg tccattcgaa gatcac 8 6 

<210> 6 

<211> 80 

<212> DNA 

15 <213> Artificial Sequence 

<220> 

<223> Oligonucleotide Linker VC058 
20 <400> 6 

gtgatcttcg aatggacatt gttgcaagta ttgagcgaaa gcgatcaaga ccaaagcctt 60 
gaagttttcc tcacctaggt 80 

<210> 7 
25 <211> 54 
<212> DNA 

<213> Oligonucleotide Primer CF59 
<400> 7 

30 cgatagatct ttggataaga gagggccacc acctggcccc cctcgagttt cccc 54 

<210> 8 

<211> 5 

<212> PRT 

35 <213> Artificial Sequence 

<220> 

<223> Polypeptide linker SEQ ID 8 

40 <400> 8 

Gly Gly Gly Gly Ser 
1 5 

<210> 9 

45 <211> 4 

<212> PRT 

<213> Artificial Sequence 
<220> 

50 <223> Polypeptide linker SEQ ID 9 

<400> 9 
Gly Gly Gly Ser 
1 



55 



60 



<210> 10 

<211> 17 

<212> PRT 

<213> Stanniocalcin signal peptide sequence 



74 



WO 2005/054286 



PCT/GB2004/005091 



<400> 10 

Met Leu Gin Asn Ser Ala Val Leu 
1 5 

5 Ala 



Leu Leu Leu Val lie Ser Ala Ser 
10 15 



<210> 11 

<211> 22 

10 <212> PRT 

<213> Consensus signal sequence 

<400> 11 

Met Pro Thr Trp Ala Trp Trp Leu Phe Leu Val Leu Leu Leu Ala Leu 
15 1 5 10 15 

Trp Ala Pro Ala Arg Gly 
20 

20 <210> 12 
<211> 66 
<212> DNA 

<213> Artificial Sequence 

25 <220> 

<223> Oligonucleotide Primer CF60 

<400> 12 

ggccatcgat gagcgacttc ggacttgtga gcgtccagcc gagtcttcag cagcagcagt 60 



30 cccctc 

<210> 13 

<21i> 50 

<212> DNA 

35 <213> Artificial Sequence 

<220> 

<223> Oligonucleotide Primer CF61 



50 



55 



66 



40 <400> 13 

ccggccttag gcttacctgg gccaccacct ggcccccctc gagtttcccc 50 



45 



<210> 


14 


<211> 


45 


<212> 


DNA 


<213> 


Artificial Sequence 


<220> 




<223> 


Oligonucleotide Primer CF62 


<400> 


14 


ggccaagctt attacagccg agtcttcagc agcagcagt 


<210> 


15 


<211> 


2358 


<212> 


DNA 


<213> 


Artificial Sequence 



45 



<220> 

60 <223> N-terminal ILll-alburain fusion 
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<400> 15 

atgaagtggg ttttcatcgt ctccattttg 
ttggataaga gagggccacc acctggcccc 
5 ctggacagca ccgtgctcct gacccgctct 
cagctgaggg acaaattccc agctgacggg 
gccatgagtg cgggggcact gggagctcta 
gcggacctac tgtcctacct gcggcacgtg 
ctgaagaccc tggagcccga gctgggcacc 

10 cggctgcagc tcctgatgtc ccgcctggcc 
cccccgctgg cgcccccctc ctcagcctgg 
ggggggctgc acctgacact tgactgggcc 
ctggacgctc acaagtccga agtcgctcat 
aaggctttgg tcttgatcgc tttcgctcaa 

15 gtcaagttgg tcaacgaagt taccgaattc 
gaaaactgtg acaagtcctt gcacaccttg 
ttgagagaaa cctacggtga aatggctgac 
gaatgtttct tgcaacacaa ggacgacaac 
gttgacgtca tgtgtactgc tttccacgac 

20 tacgaaattg ctagaagaca cccatacttc 
agatacaagg ctgctttcac cgaatgttgt 
ccaaagttgg atgaattgag agacgaaggt 
tgtgcttcct tgcaaaagtt cggtgaaaga 
tctcaaagat tcccaaaggc tgaattcgct 

25 aaggttcaca ctgaatgttg tcacggtgac 
ttggctaagt acatctgtga aaaccaagac 
gaaaagccat tgttggaaaa gtctcactgt 
gctgacttgc catctttggc tgctgacttc 
gctgaagcta aggacgtctt cttgggtatg 

30 gactactccg ttgtcttgtt gttgagattg 
tgttgtgctg ctgctgaccc acacgaatgt 
ttggtcgaag aaccacaaaa cttgatcaag 
gaatacaagt tccaaaacgc tttgttggtt 
accccaactt tggttgaagt ctctagaaac 

35 cacccagaag ctaagagaat gccatgtgct 
ttgtgtgttt tgcacgaaaa gaccccagtc 
tctttggtta acagaagacc atgtttctct 
aaggaattca acgctgaaac tttcaccttc 
gaaagacaaa ttaagaagca aactgctttg 

40 actaaggaac aattgaaggc tgtcatggat 
aaggctgatg ataaggaaac ttgtttcgct 
caagctgctt tgggtttg 

<210> 16 
45 <211> 786 
<212> PRT 

<213> Artificial Sequence 
<220> 

50 <223> N-terminal IL11 -albumin 
<400> 16 

Met Lys Trp Val Phe He Val Ser 
1 5 

55 

Tyr Ser Arg Ser Leu Asp Lys Arg 
20 

Val Ser Pro Asp Pro Arg Ala Glu 
60 35 40 



ttcttgttct cctctgctta ctctagatct .60 

cctcgagttt ccccagaccc tcgggccgag 120 

ctcctggcgg acacgcggca gctggctgca 180 

gaccacaacc tggattccct gcccaccctg 24 0 

cagctcccag gtgtgctgac aaggctgcga 300 

cagtggctgc gccgggcagg tggctcttcc 360 

ctgcaggccc gactggaccg gctgctgcgc 420 

ctgccccagc cacccccgga cccgccggcg 480 

gggggcatca gggccgccca cgccatcctg 540 

gtgaggggac tgctgctgct gaagactcgg 600 

cgattcaagg acctaggtga ggaaaacttc 660 

tacttgcaac aatgtccatt cgaagatcac 720 

gctaagactt gtgttgctga cgaatctgct 780 

ttcggtgata agttgtgtac tgttgctacc 840 

tgttgtgcta agcaagaacc agaaagaaac 900 

ccaaacttgc caagattggt tagaccagaa 960 

aacgaagaaa ccttcttgaa gaagtacttg 1020 

tacgctccag aattgttgtt cttcgctaag 1080 

caagctgctg ataaggctgc ttgtttgttg 114 0 

aaggcttctt ccgctaagca aagattgaag 1200 

gctttcaagg cttgggctgt cgctagattg 1260 

gaagtttcta agttggttac tgacttgact 1320 

ttgttggaat gtgctgatga cagagctgac 1380 

tctatctctt ccaagttgaa ggaatgttgt 14 40 

attgctgaag ttgaaaacga tgaaatgcca 1500 

gttgaatcta aggacgtttg taagaactac 1560 

ttcttgtacg aatacgctag aagacaccca 1620 

gctaagacct acgaaactac cttggaaaag 1680 

tacgctaagg ttttcgatga attcaagcca 1740 

caaaactgtg aattgttcga acaattgggt 1800 

agatacacta agaaggtccc acaagtctcc 1860 

ttgggtaagg tcggttctaa gtgttgtaag 1920 

gaagattact tgtccgtcgt tttgaaccaa 1980 

tctgatagag tcaccaagtg ttgtactgaa 2040 

gctttggaag tcgacgaaac ttacgttcca 2100 

cacgctgata tctgtacctt gtccgaaaag 2160 

gttgaattgg tcaagcacaa gccaaaggct 2220 

gatttcgctg ctttcgttga aaagtgttgt 2280 

gaagaaggta agaagttggt cgctgcttcc 234 0 

2358 



fusion 



He Leu Phe Leu Phe Ser Ser Ala 

• 10 15 

Gly Pro Pro Pro Gly Pro Pro Arg 

25 • 30 

Leu Asp Ser Thr Val Leu Leu Thr 
45 



76 



WO 2005/054286 



PCT/GB2004/005091 



10 



Arg Ser Leu Leu Ala Asp Thr Arg Gin Leu Ala Ala Gin Leu Arg Asp 
50 55 60 

Lys Phe Pro Ala Asp Gly Asp His Asn Leu Asp Ser Leu Pro Thr Leu 
65 70 75 80 

Ala Met Ser Ala Gly Ala Leu Gly Ala Leu Gin Leu Pro Gly Val Leu 
85 90 95 

Thr Arg Leu Arg Ala Asp Leu Leu Ser Tyr Leu Arg His Val Gin Trp 
100 105 110 



Leu Arg Arg Ala Gly Gly Ser Ser Leu Lys Thr Leu Glu Pro Glu Leu 
15 115 120 125 

Gly Thr Leu Gin Ala Arg Leu Asp Arg Leu Leu Arg Arg Leu Gin Leu 
130 135 " 140 

20 Leu Met Ser Arg Leu Ala Leu Pro Gin Pro Pro Pro Asp Pro Pro Ala 
145 150 155 * 160 



25 



Pro Pro Leu Ala Pro Pro Ser Ser Ala Trp Gly Gly lie Arg Ala Ala 

165 170 175 

His Ala lie Leu Gly Gly Leu His Leu Thr Leu Asp Trp Ala Val Arg 

180 185 190 



Gly Leu Leu Leu Leu Lys Thr Arg Leu Asp Ala His Lys Ser Glu Val 
30 195 200 205 

Ala His Arg Phe Lys Asp Leu Gly Glu Glu Asn Phe Lys Ala Leu Val 
210 215 220 

35 Leu lie Ala Phe Ala Gin Tyr Leu Gin Gin Cys Pro Phe Glu Asp His 
225 230 235 240 



40 



Val Lys Leu Val Asn Glu Val Thr Glu Phe Ala Lys Thr Cys Val Ala 
245 250 ** 255 

Asp Glu Ser Ala Glu Asn Cys Asp Lys Ser Leu His Thr Leu Phe Gly 
260 265 270 



Asp Lys Leu Cys Thr Val Ala Thr Leu Arg Glu Thr Tyr Gly Glu Met 
45 275 280 285 

Ala Asp Cys Cys Ala Lys Gin Glu Pro Glu Arg Asn Glu Cys Phe Leu 
290 295 300 

50 Gin His Lys Asp Asp Asn Pro Asn Leu Pro Arg Leu Val Arg Pro Glu 
305 310 315 ~ 320 



55 



Val Asp Val Met Cys Thr Ala Phe His Asp Asn Glu Glu Thr Phe Leu 

325 330 335 

Lys Lys Tyr Leu Tyr Glu lie Ala Arg Arg His Pro Tyr Phe Tyr Ala 
340 345 " 350 



Pro Glu Leu Leu Phe Phe Ala Lys Arg Tyr Lys Ala Ala Phe Thr Glu 
60 355 360 365 
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10 



Cys Cys Gin Ala Ala Asp Lys Ala Ala Cys Leu Leu Pro Lys Leu Asp 
370 375 380 

Glu Leu Arg Asp Glu Gly Lys Ala Ser Ser Ala Lys Gin Arg Leu Lys 
385 390 395 400 

Cys Ala Ser Leu Gin Lys Phe Gly Glu Arg Ala Phe Lys Ala Trp Ala 
405 410 4 415 

Val Ala Arg Leu Ser Gin Arg Phe Pro Lys Ala Glu Phe Ala Glu Val 
420 425 430 



15 



Ser Lys Leu Val Thr Asp Leu Thr Lys Val His Thr Glu Cys Cys His 
435 440 445 



20 



25 



Gly Asp Leu Leu Glu Cys Ala Asp Asp Arg Ala Asp Leu Ala Lys Tyr 

450 455 4 60 

lie Cys Glu Asn Gin Asp Ser lie Ser Ser Lys Leu Lys Glu Cys Cys 

465 470 475 ~ p 480 

Glu Lys Pro Leu Leu Glu Lys Ser His Cys lie Ala Glu Val Glu Asn 

485 490 495 

Asp Glu Met Pro Ala Asp Leu Pro Ser Leu Ala Ala Asp Phe Val Glu 

500 505 510 



Ser Lys Asp Val Cys Lys Asn Tyr Ala Glu Ala Lys Asp Val Phe Leu 
30 515 520 525 



35 



Gly Met Phe Leu Tyr Glu Tyr Ala Arg Arg His Pro Asp Tyr Ser Val 

530 535 540 

Val Leu Leu Leu Arg Leu Ala Lys Thr Tyr Glu Thr Thr Leu Glu Lys 

545 550 555 560 



40 



Cys Cys Ala Ala Ala Asp Pro His Glu Cys Tyr Ala Lys Val Phe Asp 
565 570 " 575 

Glu Phe Lys Pro Leu Val Glu Glu Pro Gin Asn Leu lie Lys Gin Asn 

580 585 590 



Cys Glu Leu Phe Glu Gin Leu Gly Glu Tyr Lys Phe Gin Asn Ala Leu 
45 595 600 605 



50 



Leu Val Arg Tyr Thr Lys Lys Val Pro Gin Val Ser Thr Pro Thr Leu 
610 615 . 620 

Val Glu Val Ser Arg Asn Leu Gly Lys Val Gly Ser Lys Cys Cys Lys 
625 630 635 ^ 640 



55 



His Pro Glu Ala Lys Arg Met Pro Cys Ala Glu Asp Tyr Leu Ser Val 

645 650 ' " 655 

Val Leu Asn Gin Leu Cys Val Leu His Glu Lys Thr Pro Val Ser Asp 
660 665 670 



60 



Arg Val Thr Lys Cys Cys Thr Glu Ser Leu Val Asn Arg Arg Pro Cys 
675 680 685 
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Phe Ser Ala Leu Glu Val Asp Glu Thr Tyr Val Pro Lys Glu Phe Asn 
690 695 700 

5 Ala Glu Thr Phe Thr Phe His Ala Asp He Cys Thr Leu Ser Glu Lys 

705 710 715 720 



10 



Glu Arg Gin He Lys Lys Gin Thr Ala Leu Val Glu Leu Val Lys His 
725 730 735 

Lys Pro Lys Ala Thr Lys Glu Gin Leu Lys Ala Val Met Asp Asp Phe 
740 745 750 



Ala Ala Phe Val Glu Lys Cys Cys Lys Ala Asp Asp Lys Glu Thr Cys 
15 755 760 765 

Phe Ala Glu Glu Gly Lys Lys Leu Val Ala Ala Ser Gin Ala Ala Leu 
770 775 780 

20 Gly Leu 
785 

<210> 17 
<211> 762 
25 <212> PRT 

<213> Artificial Sequence 

<220> 

<223> Mature N-terminal ILll-albumin fusion 

30 

<400> 17 

Gly Pro Pro Pro Gly Pro Pro Arg Val Ser Pro Asp Pro Arg Ala Glu 
1 5 10 15 

35 Leu Asp Ser Thr Val Leu Leu Thr Arg Ser Leu Leu Ala Asp Thr Arg 
20 25 30 

Gin Leu Ala Ala Gin Leu Arg Asp Lys Phe Pro Ala Asp Gly Asp His 
35 40 45 

40 

Asn Leu Asp Ser Leu Pro Thr Leu Ala Met Ser Ala Gly Ala Leu Gly 
50 55 60 

Ala Leu Gin Leu Pro Gly Val Leu Thr Arg Leu Arg Ala Asp Leu Leu 
45 65 70 75 80 

Ser Tyr Leu Arg His Val Gin Trp Leu Arg Arg Ala Gly Gly Ser Ser 
85 90 95 

50 Leu Lys Thr Leu Glu Pro Glu Leu Gly Thr Leu Gin Ala Arg Leu Asp 
100 105 110 

Arg Leu Leu Arg Arg Leu Gin Leu Leu Met Ser Arg Leu Ala Leu Pro 
115 120 125 

55 

Gin Pro Pro Pro Asp Pro Pro Ala Pro Pro Leu Ala Pro Pro Ser Ser 
130 135 140 

Ala Trp Gly Gly He Arg Ala Ala His Ala He Leu Gly Gly Leu His 
60 145 150 155 ~* 160 
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10 



Leu Thr Leu Asp Trp Ala Val Arg Gly Leu Leu Leu Leu Lys Thr Arg 
165 170 175 

Leu Asp Ala His Lys Ser Glu Val Ala His Arg Phe Lys Asp Leu Gly 
180 185 190 

Glu Glu Asn Phe Lys Ala Leu Val Leu He Ala Phe Ala Gin Tyr Leu 
195 200 205 

Gin Gin Cys Pro Phe Glu Asp His Val Lys Leu Val Asn Glu Val Thr 
210 215 220 



15 



20 



Glu Phe Ala Lys Thr Cys Val Ala Asp Glu Ser Ala Glu Asn Cys Asp 
225 230 235 240 

Lys Ser Leu His Thr Leu Phe Gly Asp Lys Leu Cys Thr Val Ala Thr 
245 250 ~ 255 

Leu Arg Glu Thr Tyr Gly Glu Met Ala Asp Cys Cys Ala Lys Gin Glu 
260 265 270 



25 



Pro Glu Arg Asn Glu Cys Phe Leu Gin His Lys Asp Asp Asn Pro Asn 
275 280 285 

Leu Pro Arg Leu Val Arg Pro Glu Val Asp Val Met Cys Thr Ala Phe 
290 295 300 



30 



His Asp Asn Glu Glu Thr Phe Leu Lys Lys Tyr Leu Tyr Glu He Ala 
305 310 " 315 " " 320 



35 



Arg Arg His Pro Tyr Phe Tyr Ala Pro Glu Leu Leu Phe Phe Ala Lys 

325 330 335 

Arg Tyr Lys Ala Ala Phe Thr Glu Cys Cys Gin Ala Ala Asp Lys Ala 
340 345 350 ' 



40 



Ala Cys Leu Leu Pro Lys Leu Asp Glu Leu Arg Asp Glu Gly Lys Ala 

355 360 365 

Ser Ser Ala Lys Gin Arg Leu Lys Cys Ala Ser Leu Gin Lys Phe Gly 

370 375 380 



45 



Glu Arg Ala Phe Lys Ala Trp Ala Val Ala Arg Leu Ser Gin Arg Phe 
385 390 395 400 



50 



Pro Lys Ala Glu Phe Ala Glu Val Ser Lys Leu Val Thr Asp Leu Thr 
405 410 415 

Lys Val His Thr Glu Cys Cys His Gly Asp Leu Leu Glu Cys Ala Asp 

420 425 430 



55 



Asp Arg Ala Asp Leu Ala Lys Tyr He Cys Glu Asn Gin Asp Ser He 
435 440 445 

Ser Ser Lys Leu Lys Glu Cys Cys Glu Lys Pro Leu Leu Glu Lys Ser 
450 455 460 



His Cys He Ala Glu Val Glu Asn Asp Glu Met Pro Ala Asp Leu Pro 
60 465 470 475 " 480 
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Ser Leu Ala Ala Asp Phe Val Glu Ser Lys Asp Val Cys Lys Asn Tyr 
485 4 90 4 95 

5 Ala Glu Ala Lys Asp Val Phe Leu Gly Met Phe Leu Tyr Glu Tyr Ala 
500 505 510 

Arg Arg His Pro Asp Tyr Ser Val Val Leu Leu Leu Arg Leu Ala Lys 
515 520 525 

10 

Thr Tyr Glu Thr Thr Leu Glu Lys Cys Cys Ala Ala Ala Asp Pro His 
530 535 540 

Glu Cys Tyr Ala Lys Val Phe Asp Glu Phe Lys Pro Leu Val Glu Glu 
15 545 550 555 560 

Pro Gin Asn Leu lie Lys Gin Asn Cys Glu Leu Phe Glu Gin Leu Gly 
565 570 575 

20 Glu Tyr Lys Phe Gin Asn Ala Leu Leu Val Arg Tyr Thr Lys Lys Val 
580 585 590 

Pro Gin Val Ser Thr Pro Thr Leu Val Glu Val Ser Arg Asn Leu Gly 
595 600 605 

25 

Lys Val Gly Ser Lys Cys Cys Lys His Pro Glu Ala Lys Arg Met Pro 
610 615 620 

Cys Ala Glu Asp Tyr Leu Ser Val Val Leu Asn Gin Leu Cys Val Leu 
30 625 630 635 640 

His Glu Lys Thr Pro Val Ser Asp Arg Val Thr Lys Cys Cys Thr Glu 
645 650 655 

35 Ser Leu Val Asn Arg Arg Pro Cys Phe Ser Ala Leu Glu Val Asp Glu 
660 665 670 

Thr Tyr Val Pro Lys Glu Phe Asn Ala Glu Thr Phe Thr Phe His Ala 
675 "* 680 685 

40 

Asp lie Cys Thr Leu Ser Glu Lys Glu Arg Gin lie Lys Lys Gin Thr 
690 " 695 700 

Ala Leu Val Glu Leu Val Lys His Lys Pro Lys Ala Thr Lys Glu Gin 
45 705 710 715 720 

Leu Lys Ala Val Met Asp Asp Phe Ala Ala Phe Val Glu Lys Cys Cys 
725 730 735 

50 Lys Ala Asp Asp Lys Glu Thr Cys Phe Ala Glu Glu Gly Lys Lys Leu 
740 " 745 750 

Val Ala Ala Ser Gin Ala Ala Leu Gly Leu 
755 760 

55 

<210> 18 
<211> 2361 
<212> DNA 

<213> Artificial Sequence 

60 
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45 



50 



60 



<220> 

<223> C-terminal albumin-ILll fusion 
<400> 18 

atgaagtggg taagctttat ttcccttctt tttctcttta gctcggctta ttccaggagc 



<210> 19 

<211> 787 

<212> PRT 

<213> Artificial Sequence 
<220> 

<223> C-terminal albumin-ILll fusion 



<400> 19 

55 Met Lys Trp Val Ser Phe lie Ser Leu Leu Phe Leu Phe Ser Ser Ala 
1 5 10 15 



Tyr Ser Arg Ser Leu Asp Lys Arg Asp Ala His Lys Ser Glu Val Ala 
20 25 30 



82 



60 



ttggataaaa gagatgcaca caagagtgag gttgctcatc ggtttaaaga tttgggagaa 120 

gaaaatttca aagccttggt gttgattgcc tttgctcagt atcttcagca gtgtccattt 180 

gaagatcatg taaaattagt gaatgaagta actgaatttg caaaaacatg tgttgctgat 240 

gagtcagctg aaaattgtga caaatcactt catacccttt ttggagacaa attatgcaca 300 

10 gttgcaactc ttcgtgaaac ctatggtgaa atggctgact gctgtgcaaa acaagaacct 360 

gagagaaatg aatgcttctt gcaacacaaa gatgacaacc caaacctccc ccgattggtg 420 

agaccagagg ttgatgtgat gtgcactgct tttcatgaca atgaagagac atttttgaaa 

aaatacttat atgaaattgc cagaagacat ccttactttt atgccccgga actccttttc 

tttgctaaaa ggtataaagc tgcttttaca gaatgttgcc aagctgctga taaagctgcc 

15 tgcctgttgc caaagctcga tgaacttcgg gatgaaggga aggcttcgtc tgccaaacag 

agactcaagt gtgccagtct ccaaaaattt ggagaaagag ctttcaaagc atgggcagta 720 

gctcgcctga gccagagatt tcccaaagct gagtttgcag aagtttccaa gttagtgaca 780 

gatcttacca aagtccacac ggaatgctgc catggagatc tgcttgaatg tgctgatgac 840 

agggcggacc ttgccaagta tatctgtgaa aatcaagatt cgatctccag taaactgaag 

20 gaatgctgtg aaaaacctct gttggaaaaa tcccactgca ttgccgaagt ggaaaatgat 



480 
540 
600 
660 



900 
960 



gagatgcctg ctgacttgcc ttcattagct gctgattttg ttgaaagtaa ggatgtttgc 1020 

aaaaactatg ctgaggcaaa ggatgtcttc ctgggcatgt ttttgtatga atatgcaaga 1080 

aggcatcctg attactctgt cgtgctgctg ctgagacttg ccaagacata tgaaaccact 1140 

ctagagaagt gctgtgccgc tgcagatcct catgaatgct atgccaaagt gttcgatgaa 1200 

25 tttaaacctc ttgtggaaga gcctcagaat ttaatcaaac aaaattgtga gctttttgag 1260 

cagcttggag agtacaaatt ccagaatgcg ctattagttc gttacaccaa gaaagtaccc 1320 

caagtgtcaa ctccaactct tgtagaggtc tcaagaaacc taggaaaagt gggcagcaaa 1380 

tgttgtaaac atcctgaagc aaaaagaatg ccctgtgcag aagactatct atccgtggtc 1440 

ctgaaccagt tatgtgtgtt gcatgagaaa acgccagtaa gtgacagagt caccaaatgc 1500 

30 tgcacagaat ccttggtgaa caggcgacca tgcttttcag ctctggaagt cgatgaaaca 1560 
tacgttccca aagagtttaa tgctgaaaca ttcaccttcc atgcagatat atgcacactt 
tctgagaagg agagacaaat caagaaacaa actgcacttg ttgagctcgt gaaacacaag 
cccaaggcaa caaaagagca actgaaagct gttatggatg atttcgcagc ttttgtagag 
aagtgctgca aggctgacga taaggagacc tgctttgccg aggagggtaa aaaacttgtt 

35 gctgcaagtc aagctgcctt aggcttacct gggccaccac ctggcccccc tcgagtttcc 1860 

ccagaccctc gggccgagct ggacagcacc gtgctcctga cccgctctct cctggcggac 1920 

acgcggcagc tggctgcaca gctgagggac aaattcccag ctgacgggga ccacaacctg 1980 

gattccctgc ccaccctggc catgagtgcg ggggcactgg gagctctaca gctcccaggt 2040 

gtgctgacaa ggctgcgagc ggacctactg tcctacctgc ggcacgtgca gtggctgcgc 2100 

40 cgggcaggtg gctcttccct gaagaccctg gagcccgagc tgggcaccct gcaggcccga 2160 

ctggaccggc tgctgcgccg gctgcagctc ctgatgtccc gcctggccct gccccagcca 2220 

cccccggacc cgccggcgcc cccgctggcg cccccctcct cagcctgggg gggcatcagg 2280 

gccgcccacg ccatcctggg ggggctgcac ctgacacttg actgggccgt gaggggactg 2340 

ctgctgctga agactcggct g 2361 



1620 
1680 
1740 
1800 
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His Arg Phe Lys Asp Leu Gly Glu Glu Asn Phe Lys Ala Leu Val Leu 
35 40 45 

lie Ala Phe Ala Gin Tyr Leu Gin Gin Cys Pro Phe Glu Asp His Val 
5 50 55 60 

Lys Leu Val Asn Glu Val Thr Glu Phe Ala Lys Thr Cys Val Ala Asp 
65 70 75 80 

10 Glu Ser Ala Glu Asn Cys Asp Lys Ser Leu His Thr Leu Phe Gly Asp 

85 90 95 



15 



Lys Leu Cys Thr Val Ala Thr Leu Arg Glu Thr Tyr Gly Glu Met Ala 
100 105 110 

Asp Cys Cys Ala Lys Gin Glu Pro Glu Arg Asn Glu Cys Phe Leu Gin 

115 " 120 125 



His Lys Asp Asp Asn Pro Asn Leu Pro Arg Leu Val Arg Pro Glu Val 
20 130 " 135 ~ 140 

Asp Val Met Cys Thr Ala Phe His Asp Asn Glu Glu Thr Phe Leu Lys 

145 150 155 160 

25 Lys Tyr Leu Tyr Glu lie Ala Arg Arg His Pro Tyr Phe Tyr Ala Pro 

165 170 17 5 



30 



Glu Leu Leu Phe Phe Ala Lys Arg Tyr Lys Ala Ala Phe Thr Glu Cys 

180 185 190 

Cys Gin Ala Ala Asp Lys Ala Ala Cys Leu Leu Pro Lys Leu Asp Glu 
195 200 205 



Leu Arg Asp Glu Gly Lys Ala Ser Ser Ala Lys Gin Arg Leu Lys Cys 

35 210 215 220 

Ala Ser Leu Gin Lys Phe Gly Glu Arg Ala Phe Lys Ala Trp Ala Val 
225 230 235 240 

40 Ala Arg Leu Ser Gin Arg Phe Pro Lys Ala Glu Phe Ala Glu Val Ser 

245 250 255 



45 



Lys Leu Val Thr Asp Leu Thr Lys Val His Thr Glu Cys Cys His Gly 
260 265 270 

Asp Leu Leu Glu Cys Ala Asp Asp Arg Ala Asp Leu Ala Lys Tyr lie 
275 280 285 



Cys Glu Asn Gin Asp Ser lie Ser Ser Lys Leu Lys Glu Cys Cys Glu 

50 290 295 300 

Lys Pro Leu Leu Glu Lys Ser His Cys lie Ala Glu Val Glu Asn Asp 
305 310 315 320 

55 Glu Met Pro Ala Asp Leu Pro Ser Leu Ala Ala Asp Phe Val Glu Ser 

325 330 335 



60 



Lys Asp Val Cys Lys Asn Tyr Ala Glu Ala Lys Asp Val Phe Leu Gly 
340 345 350 
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Met Phe Leu Tyr Glu Tyr Ala Arg Arg His Pro Asp Tyr Ser Val Val 
355 360 365 

Leu Leu Leu Arg Leu Ala Lys Thr Tyr Glu Thr Thr Leu Glu Lys Cys 
370 375 380 

Cys Ala Ala Ala Asp Pro His Glu Cys Tyr Ala Lys Val Phe Asp Glu 
385 390 395 400 

Phe Lys Pro Leu Val Glu Glu Pro Gin Asn Leu lie Lys Gin Asn Cys 
405 410 415 

Glu Leu Phe Glu Gin Leu Gly Glu Tyr Lys Phe Gin Asn Ala Leu Leu 
420 425 ~ 430 

Val Arg Tyr Thr Lys Lys Val Pro Gin Val Ser Thr Pro Thr Leu Val 
435 " 440 445 

Glu Val Ser Arg Asn Leu Gly Lys Val Gly Ser Lys Cys Cys Lys His 
450 455 460 

Pro Glu Ala Lys Arg Met Pro Cys Ala Glu Asp Tyr Leu Ser Val Val 
465 470 475 480 

Leu Asn Gin Leu Cys Val Leu His Glu Lys Thr Pro Val Ser Asp Arg 
485 490 495 

Val Thr Lys Cys Cys Thr Glu Ser Leu Val Asn Arg Arg Pro Cys Phe 
500 505 510 

Ser Ala Leu Glu Val Asp Glu Thr Tyr Val Pro Lys Glu Phe Asn Ala 
515 520 525 

Glu Thr Phe Thr Phe His Ala Asp lie Cys Thr Leu Ser Glu Lys Glu 
530 535 540 

Arg Gin lie Lys Lys Gin Thr Ala Leu Val Glu Leu Val Lys His Lys 
545 ~ 550 555 560 

Pro Lys Ala Thr Lys Glu Gin Leu Lys Ala Val Met Asp Asp Phe Ala 
565 570 575 

Ala Phe Val Glu Lys Cys Cys Lys Ala Asp Asp Lys Glu Thr Cys Phe 
580 " 585 590 

Ala Glu Glu Gly Lys Lys Leu Val Ala Ala Ser Gin Ala Ala Leu Gly 
595 600 605 

Leu Pro Gly Pro Pro Pro Gly Pro Pro Arg Val Ser Pro Asp Pro Arg 
610 615 620 

Ala Glu Leu Asp Ser Thr Val Leu Leu Thr Arg Ser Leu Leu Ala Asp 
625 630 635 640 

Thr Arg Gin Leu Ala Ala Gin Leu Arg Asp Lys Phe Pro Ala Asp Gly 
645 650 655 

Asp His Asn Leu Asp Ser Leu Pro Thr Leu Ala Met Ser Ala Gly Ala 
660 665 670 
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Leu Gly Ala Leu Gin Leu Pro Gly Val Leu Thr Arg Leu Arg Ala Asp 
675 680 685 

Leu Leu Ser Tyr Leu Arg His Val Gin Trp Leu Arg Arg Ala Gly Gly 
5 690 " 695 700 

Ser Ser Leu Lys Thr Leu Glu Pro Glu Leu Gly Thr Leu Gin Ala Arg 
705 710 715 720 

10 Leu Asp Arg Leu Leu Arg Arg Leu Gin Leu Leu Met Ser Arg Leu Ala 

725 730 735 

Leu Pro Gin Pro Pro Pro Asp Pro Pro Ala Pro Pro Leu Ala Pro Pro 
740 745 750 

15 

Ser Ser Ala Trp Gly Gly lie Arg Ala Ala His Ala He Leu Gly Gly 
755 760 765 

Leu His Leu Thr Leu Asp Trp Ala Val Arg Gly Leu Leu Leu Leu Lys 
20 770 775 780 

Thr Arg Leu 
785 

25 <210> 20 
<211> 763 
<212> PRT 

<213> Artificial Sequence 
30 <220> 

<223> Mature Oterminal IL11- albumin fusion 
<400> 20 

Asp Ala His Lys Ser Glu Val Ala His Arg Phe Lys Asp Leu Gly Glu 
35 1 5 10 15 

Glu Asn Phe Lys Ala Leu Val Leu He Ala Phe Ala Gin Tyr Leu Gin 
20 25 30 

40 Gin Cys Pro Phe Glu Asp His Val Lys Leu Val Asn Glu Val Thr Glu 
35 40 45 

Phe Ala Lys Thr Cys Val Ala Asp Glu Ser Ala Glu Asn Cys Asp Lys 
50 "* 55 60 

45 

Ser Leu His Thr Leu Phe Gly Asp Lys Leu Cys Thr Val Ala Thr Leu 
65 70 75 80 

Arg Glu Thr Tyr Gly Glu Met Ala Asp Cys Cys Ala Lys Gin Glu Pro 
50. 85 90 95 

Glu Arg Asn Glu Cys Phe Leu Gin His Lys Asp Asp Asn Pro Asn Leu 
100 105 110 

55 Pro Arg Leu Val Arg Pro Glu Val Asp Val Met Cys Thr Ala Phe His 
115 120 125 

Asp Asn Glu Glu Thr Phe Leu Lys Lys Tyr Leu Tyr Glu He Ala Arg 
130 135 140 

60 
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Arg His Pro Tyr Phe Tyr Ala Pro Glu Leu Leu Phe Phe Ala Lys Arg 
145 "* 150 155 160 

Tyr Lys Ala Ala Phe Thr Glu Cys Cys Gin Ala Ala Asp Lys Ala Ala 
5 165 170 175 

Cys Leu Leu Pro Lys Leu Asp Glu Leu Arg Asp Glu Gly Lys Ala Ser 
180 185 190 

10 Ser Ala Lys Gin Arg Leu Lys Cys Ala Ser Leu Gin Lys Phe Gly Glu 
. 195 200 205 



15 



Arg Ala Phe Lys Ala Trp Ala Val Ala Arg Leu Ser Gin Arg Phe Pro 

210 215 220 

Lys Ala Glu Phe Ala Glu Val Ser Lys Leu Val Thr Asp Leu Thr Lys 

225 230 235 240 



Val His Thr Glu Cys Cys His Gly Asp Leu Leu Glu Cys Ala Asp Asp 
20 245 250 255 

Arg Ala Asp Leu Ala Lys Tyr lie Cys Glu Asn Gin Asp Ser lie Ser 
260 265 270 

25 Ser Lys Leu Lys Glu Cys Cys Glu Lys Pro Leu Leu Glu Lys Ser His 

275 280 285 



30 



35 



40 



45 



50 



Cys lie Ala Glu Val Glu Asn Asp Glu Met Pro Ala Asp Leu Pro Ser 
290 295 300 

Leu Ala Ala Asp Phe Val Glu Ser Lys Asp Val Cys Lys Asn Tyr Ala 
305 310 315 320 

Glu Ala Lys Asp Val Phe Leu Gly Met Phe Leu Tyr Glu Tyr Ala Arg 
325 330 335 

Arg His Pro Asp Tyr Ser Val Val Leu Leu Leu Arg Leu Ala Lys Thr 
340 ^ 345 350 

Tyr Glu Thr Thr Leu Glu Lys Cys Cys Ala Ala Ala Asp Pro His Glu 
355 " 360 365 

Cys Tyr Ala Lys Val Phe Asp Glu Phe Lys Pro Leu Val Glu Glu Pro 
370 " 375 380 

Gin Asn Leu lie Lys Gin Asn Cys Glu Leu Phe Glu Gin Leu Gly Glu 
385 390 395 400 

Tyr Lys Phe Gin Asn Ala Leu Leu Val Arg Tyr Thr Lys Lys Val Pro 
405 410 415 

Gin Val Ser Thr Pro Thr Leu Val Glu Val Ser Arg Asn Leu Gly Lys 
420 425 430 



55 Val Gly Ser Lys Cys Cys Lys His Pro Glu Ala Lys Arg Met Pro Cys 
435 440 445 



60 



Ala Glu Asp Tyr Leu Ser Val Val Leu Asn Gin Leu Cys Val Leu His 
450 455 460 
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Glu Lys Thr 
465 

Leu Val Asn 



Tyr Val Pro 



Pro Val 



Arg Arg 
485 

Lys Glu 
500 



10 lie Cys Thr Leu Ser 
515 - 



15 



20 



Leu Val Glu 
530 

Lys Ala Val 
545 

Ala Asp Asp 



Ala Ala Ser 



Leu Val 



Met Asp 



Lys Glu 
565 

Gin Ala 
580 



Ser Asp Arg 
470 

Pro Cys Phe 



Phe Asn Ala 

Glu Lys Glu 
520 

Lys His Lys 
535 

Asp Phe Ala 
550 

Thr Cys Phe 
Ala Leu Gly 



Val Thr Lys 
475 

Ser Ala Leu 
490 

Glu Thr Phe 
505 

Arg Gin He 
Pro Lys Ala 



25 Pro Arg Val Ser Pro 
595 



Asp Pro Arg 
600 



Ala Phe Val 
555 

Ala Glu Glu 
570 

Leu Pro Gly 
585 

Ala Glu Leu 



Cys Cys Thr Glu Ser 
480 

Glu Val Asp Glu Thr 
495 

Thr Phe His Ala Asp 
510 

Lys Lys Gin Thr Ala 
525 

Thr Lys Glu Gin Leu 
540 

Glu Lys Cys Cys Lys 
560 

Gly Lys Lys Leu Val 
575 

Pro Pro Pro Gly Pro 
590 

Asp Ser Thr Val Leu 
605 



30 



35 



Leu Thr Arg 
610 

Arg Asp Lys 
625 

Thr Leu Ala 



Val Leu Thr 



40 Gin Trp Leu 
675 



45 



50 



Glu Leu Gly 
690 

Gin Leu Leu 
705 

Pro Ala Pro 



Ala Ala His 



Ser Leu 

Phe Pro 

Met Ser 
645 

Arg Leu 
660 

Arg Arg 
Thr Leu 
Met Ser 



Pro Leu 
725 

Ala He 
740 



Leu Ala Asp 
615 

Ala Asp Gly 
630 

Ala Gly Ala 
Arg Ala Asp 



Ala Gly Gly 
680 

Gin Ala Arg 
695 

Arg Leu Ala 
710 

Ala Pro Pro 



Thr Arg Gin 



Asp His Asn 
635 

Leu Gly Ala 
650 

Leu Leu Ser 
665 

Ser Ser Leu 



Leu Asp Arg 



55 Val Arg Gly Leu Leu 
755 



Leu Gly Gly 



Leu Leu Lys 
760 



Leu Pro Gin 
715 

Ser Ser Ala 
730 

Leu His Leu 
745 

Thr Arg Leu 



Leu Ala Ala Gin Leu 
620 

Leu Asp Ser Leu Pro 
640 

Leu Gin Leu Pro Gly 
655 

Tyr Leu Arg His Val 
670 

Lys Thr Leu Glu Pro 
685 

Leu Leu Arg Arg Leu 
700 

Pro Pro Pro Asp Pro 
720 

Trp Gly Gly He Arg 
735 

Thr Leu Asp Trp Ala 
750 
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